In the above article, Table S1 contained mistakes concerning the location of PCR products relative to the relevant gene segments for eight of the PCR assays used in the ChIP analyses. For Vk24hf, VkX24, and Vk12-38, the PCR product was situated on the nonamer side of the recombination signal sequence (RSS) rather than on the heptamer side as was stated in Table S1 . For Jk4, the PCR product was 172 bp downstream of the RSS rather than 12 bp; for Jh2 the PCR product was 40 bp from the RSS rather than spanning the RSS; for TRBJ2-1, the PCR product was 4 bp from the RSS rather than 69 bp; whereas for DQ52, the PCR product spanned the gene segment rather than residing 200 bp away from it. These were clerical errors made either during compilation of Table S1 or during the process of calculating the distance between the PCR primers and RSSs. In the case of the Jk4 assay, the PCR product was inadvertently located closer to Jk5 than to Jk4, and as a result, this assay should detect RAG binding to Jk5 and Jk4. This is very unlikely to influence any aspect of our conclusions because similar RAG-binding results were obtained with a PCR assay located upstream of Jk4 (85 bp 5 0 of the nonamer of the Jk4 RSS [not shown]). Finally, due to misidentification of the DFL16
In the above article, Table S1 contained mistakes concerning the location of PCR products relative to the relevant gene segments for eight of the PCR assays used in the ChIP analyses. For Vk24hf, VkX24, and Vk12-38, the PCR product was situated on the nonamer side of the recombination signal sequence (RSS) rather than on the heptamer side as was stated in Table S1 . For Jk4, the PCR product was 172 bp downstream of the RSS rather than 12 bp; for Jh2 the PCR product was 40 bp from the RSS rather than spanning the RSS; for TRBJ2-1, the PCR product was 4 bp from the RSS rather than 69 bp; whereas for DQ52, the PCR product spanned the gene segment rather than residing 200 bp away from it. These were clerical errors made either during compilation of Table S1 or during the process of calculating the distance between the PCR primers and RSSs. In the case of the Jk4 assay, the PCR product was inadvertently located closer to Jk5 than to Jk4, and as a result, this assay should detect RAG binding to Jk5 and Jk4. This is very unlikely to influence any aspect of our conclusions because similar RAG-binding results were obtained with a PCR assay located upstream of Jk4 (85 bp 5 0 of the nonamer of the Jk4 RSS [not shown]). Finally, due to misidentification of the DFL16.1 gene segment in GenBank AJ851868, the DFL16.1 PCR product was located 1032 bp 3 0 of DFL16.1 rather than spanning the gene segment, as was intended. If the RAG proteins bound to DFL16.1, this mistake could have resulted in a failure to detect such binding. However, our recent ChIP-sequence analyses of primary bone marrow B lineage cells demonstrate robust RAG1 binding to Jh gene segments but no detectable binding at DFL16.1 (Teng et al., unpublished) , supporting the conclusion in the paper that RAG1 does not bind to DFL16.1.
We believe that the errors in Table S1 do not in any way alter the conclusions of our paper, and we apologize for any inconvenience that these mistakes may have caused. The corrected Table S1 is now available online with the Supplemental Information.
